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Genome Announcement
Complete genome sequence of the marine, cellulose and xylan degrading bacterium Glaciecola sp. 4H-3-7+YE-5 
Abstract
Glaciecola sp. 4H-3-7+YE-5 was isolated from deep sea sediments at Suruga
Bay in Japan and is capable to efficiently hydrolyze cellulose and xylan. The complete genome sequence of Glaciecola sp. 4H-3-7+YE-5 revealed several genes encoding putatively novel glycoside hydrolases involved in plant biomass degradation.
Members of the genus Glaciecola are Gram-negative, aerobic and slightly halophilic bacteria (3) that can be found in various marine habitats (1, 4, 11-15, 17, 18) .
Glaciecola sp. 4H-3-7+YE-5 was isolated from ocean sediments (43.1 m below seafloor) at a water depth of 755 m at Suruga Bay (Japan) after enrichment on
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cellulose, xylan and chitin as sole carbon sources. Even though only little is known about the cellulolytic and hemicellulolytic enzyme system of Glaciecola spp., a previous study implied the presence of cold-active, salt-tolerant biocatalysts (8) .
In order to gain insight into the complete gene repertoire of Glaciecola sp. 4H-3-7+YE-5, the genome was sequenced at the DOE Joint genome Institute (JGI) using a combination of Illumina (2) and 454 technologies (10) . To this end, we constructed and sequenced an Illumina GAii shotgun library which generated 50,060,436 reads 
